ABSTRACT We report here the draft genome sequence of Bacillus obstructivus VT-16-70, a novel spore-forming bacterium isolated from the lungs of a patient with chronic obstructive pulmonary disease. The genome comprised 5,220,753 bp, with 35.2% GϩC content. There were 4,972 predicted protein-coding genes, including those associated with antibiotic resistance and virulence.
belonged to two different species, as the Genome-to-Genome Distance Calculator algorithm produced a DDH value of 25.40%, which is well below the threshold value of 70% (12, 13) .
Further studies of B. obstructivus VT-16-70 will result in a better understanding of its role in the microbiome of chronic obstructive pulmonary disease, as well as the possible pathogenicity of this bacterium. Accession number(s). The complete genome sequence has been deposited in the NCBI database under accession no. MPHG00000000.
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